[Distribution of TT virus genotypes in blood donors of northern China].
To analyse the distribution of TT virus (TTV) genotypes in the blood donors of Northern China. TTV DNA was detected using nested-PCR and its PCR products were cloned into the pGEM-T vector for sequencing. The sequences were analysed using ClustalX and Neighbor joining programs. Nucleotide identity of the 12 strains of Chinese TTV isolated was 53%-95%. Nucleotide homology between the representatives of genotype 1a and 1b [TX011(O), TA278] and the 12 strains of TTV was 55%-94% and 55%-75%, respectively. Of the 12 Chinese TTV isolates, eight were classified as genotype 1b, three as unknown genotype X and one as unknown genotype Y, which accounted for 66.7%, 25% and 8.3%, respectively. An exceptional degree of genetic heterogeneity was displayed in TTV nucleotide sequences and they could be, at least, classified as three genotypes. Genotype 1b may be the main prevalent genotype in blood donors of Northern China.